Figure lA 

1 CTGCGACCGGTCTGCGJ^TTGCCAGGTGACCGCT^ 60 



6 1 GG AAAGCGAGGa<5GGGGATGGGa3TGCCTGCTAa3GAj^^ 120 



121 GGCCACGCT^ACAGGCCGGGTGTTCCTGCAGCrGAGGGT^ 180 
1 M M D Q 4 



181 GGGCTGCCGGGAAATCCrrTACCACi^GGGCCCTTTCACCGTGCT^ 240 
5 GCREILTTAGPFTVLVPSVS 24 



241 CTCCTTCTCCTCCAGGACC ATGAATGCATCCCTTGCCCAGCAGCTCTGTi^ 300 
25 SFSSRTMNASIiAQQliCRQHI 44 



301 CATCGCAGGGCAGCACM'CCTGGAGGACACAAGGACCCAAC^^ 360 
45 lAGQHILEDTRTQQTRRWWT 64 



361 GCTGGCCGGGCAGGAGATCACCGTCACCTTTAACCAATTC^ 420 
65 LAGQEITVTFNQFTKYSYKY 84 



421 CAAAGACCAGCCCCAGCAGACGTTCAACATCTACAAGGCC^^ 480 
85 KD.QPQQTFNIYKANNIAANG 104 



481 CGTCTTCCACGTGGTCACTGGCCTOCGGTGGCAGGCCCCCTCT^ 540 

105 VFHVVTGLRWQAPSGTPGDP 124 

541 CAAGAGAACTATCGGACAGATCCTCGCCrCTACCGAGGCCTa^ 600 

125 KRTIGQILASTEAFSRFETI 144 



601 CCTGGAGAACTGTGGGCTGCCCTCCATCCTGGACGGACCTGGGCCCTTC^ 660 
145 LE NCGLPSILDGPGPFTVFA 164 



661 CCCAAGCAATGAGGCTGTGGACAGCTTGCGTGACGGCCGCC^ 720 
165 PSNEAVDSLRDGRL.IYLFTA 184 



721 GGGTCTCTCTAAACTGCAGGAGTTGGTGCGGTACCACATCTACAACCACGG^ 780 
185 GLSKLQELVRYHIYNHGQLT 204 



781 aSTTGAGAAGCTCATCTCCAAGGGTCGGATCCTCACCATGGOB 840 
205 VEKLI SKGRIL.TMANQVLAV 224 



Figure IB 



841 GAACATTTCTGAGGAGGGGCGCATCCTGCTGGGACCCGAGGG^ 900 
225 NISEEGRILLGPEGVPLQRV 244 



901 agacgtgatggccgccaatgck:gtgatccacatgctgg^ 960 
245 dvmaangvihmldgiliippt 264 



961 CATCCTCCCCATCCTGCCCAAGCACTGCAGCGAGGA^ 1020 
265 Ili'piLPKHCSEBQHKIVAGS 284 



1021 CTOTGTGGACTGCCAAGCCCTGAACACCAGCACGTGTCCCCCCA^ 1080 
285 CVDCQALfNTSTCPPNSVKLD 304 



1081 CATCTTCCCCAAGGAGTGTGTCTACATCCATGACCCAACGGGGCTC^ 1140 
305 IFPKECVYIHDPTGLNVLKK 324 



1141 GGGCTCTXK^CAGCTACTGCAACCAAACCATCATGGAACAAGG^ 1200 
325 GCASYCNQTIMEQGCCKGFF 344 



1201 CGGGCCTGACTGCACGCAGTCTCCTGGGGGCTTCTCCAACCCCTGCT 1260 
345 GPDCTQCPGGFSNPCYGKGN 364 



1261 TTGCAGTGATGGGATCCAGGGCAATGGGGCCTGCCTC^^ 1320 
365 CSDGIQGNGACLCFPDYKGI 384 



1321 CGCCTGCCACATCTGCTCGAACCCAAACAAGCATGGAGAGC^ 1380 
385 ACHICSNPNKHGEQCQEDCG 404 



1381 CnXSTGTCCATGGTCTCTGCGACAACCGCCCAGGCAGTGG^ 1440 

405 CVHGLCDNRPGSGGVCQQGT 424 

1441 GTGTGCCCCTGGCTTCAGTGGCCGGTTCTGCAACGAGTCCATGGGC^ 1500 

425 CAPGFSGRFCNESMGDCGPT 444 



1501 AGGGCTGGCCCAGCACTGCCACeiXX::ATGCCCGCTGTC 1560 

445 GL.AQHCHLHARCVSQ .EGVAR 464 

1561 ATGTCGCTGTCTTGATGGCTTTGAGGGTGATGGCTTCTCCT^^ 1620 

465 Cfi£IfJDaZEQea£^CT P SN PC 484 



1621 CTCCCACCCGGACCGTGGAGGCTGCTCAGAGAATGCTGAGTGTGTC 1680 
485 SHPDRGGCSENAECVPGSLG 504 



Figure IC 



1681 CMCCACCACTGCACATGCCACAAAGGCTGGAGTGGGG^^ 1740 
505 THH£TCHKQwaadsXH£vaI 524 



1741 TGACGi^TGTGAGCTGQACGTGJ^AGGTGGCTGCCi^ 1800 
525 DECELDVRGGCHTDALCSYV 544 



1801 GGGCCCCX5GGCAGAGCCGATGCACCTGCAAGCTGGGCTT^ 1860 
545 GPGQSRQT.QKhGZhQUQXQQ 564 



1861 CAGCCCCATCGACCCCrKK^CGGGCAGGCAATGGCGGCT^ 1920 
565 SPIDPCRAGNGGCHGLEIiEA 584 



1921 AAATGCCCACTTCTCCATCTTCTACCAATGGCTTAA^ 1980 
585 NAHFSIFYQWLKSAGITLPA 604 



1981 CGACCGCCGAGTCACAGCCCI^TGCCCTCCGAGGCTGCAGTC 2040 

605 DRRVTALVPSEAAVRQLSPE 624 

2041 GGACCGAGCTTTCTGGCTGCAGCCAAGGACGCTGCCGAACCTGGTC^^ 2100 

625 DRAFWIiQPRTLPNLVRAHFL 644 



2101 CCAGGGTGCCCTCTTCGAGGAGGAGCTGGCCCGGCTGGGTC^^ 2160 
645 QGALFEEELARLGGQEVATL 664 



2161 GAACCCCACCACACGCTGGGAGATTCGCAACATTAGTGGGAGC^ 2220 
665 NPTTRWEIRNISGRVWVQNA 684 



2221 CAGCGTGGATGTGGCTGACCTCCTTGCCACCAACGGTGTC 2280 
685 SVDVADLLATNGVLHILSQV 704 



2281 CTTACTGCCCCCCCGAGGGGATGTGCCCGGTGGGCAGGGGTTGCTG<^ 2340 
705 LLPPRGDVPGGQGLLQQLDL 724 



2341 GGTGCCTGCCTTCAGCCTCTTCCGGGAATTGCTGCAf^ 2400 
725 VPAFSLFR ELiLQHHGLVPQI 744 



2401 TGAGGCTGCCACTGCCTACACCATCTTTGTGCCCACCAA^ 2460 
745 EAATAYTIFVPTNRSLEAQG 764 



2461 CAACAGCAGTCACCTGGACGCAGACACAGTGCGGCACCATGTGGTCC^ 2520 
765 NSSHLDADTVRHHVVLGEAL 784 



Figure ID 

2521 CTCCATGGAAACCCTGCGGAAGGGTGGACACCGCAACTCCCTC 2580 

785 SMETLRKGGHRNSLLGPAHW 804 

2581 QATCGTCTTCTACAACCACAGTGGCCJ^ 2640 

805 IVFYNHSGQPEVNHVPLEGP 824 

2641 CA.TGCTGGAGGCCCCTGGCCGCTCGCTGATTCGTCTGTCGGGG^ 2700 

825 MLEAPGRSLIGLSGVLTVGS 044 



2701 AAGTCGCTGCCTGCATAGCCACGCTGAGGCCCTGCGGGAGAAATGTGTA^ 2760 
845 SRCL HSHAEAIjREKCVNCTR 864 



2761 GAGATTCCGCTGCACTCAGGGCTTCCAGCTGCAGGACAC^ 2820 
865 RFRCTQGFQLQDTPRKSCVY 884 



2821 CCGATCTGGCTTCTCCTTCTCCCGGGGCTGCTCTTACACATGTGCCAAGAAGATCCAG^ 2880 
885 RSGFSFSRGCSYTCAKKIQV 904 



2881 GCCGGACTGCTGCCCTGGTTTCTTTGGCACGCTGTGTGi^CCATGCCC^ 2940 
905 PDCCPGFFGTLCEPCPGGLG 924 ' 



2941 GGGGGTGTGCTCAGGCCATGGGCAGTGCCAGGACAGGT^ 3000 
925 GVCSGHGQCQDRFLGSGEC^r 944 



3001 CTGCCACGAGGGCTTCCATGGAACGGCCTGTGAGGTGTGTG^ 3060 
945 CUMQZMQX ACJS^CE L G R Y G P 964 



3061 CAACTGCACCGGAGTGTGTGACTGTGCCCATGGGCTOTGCCAGGAC^^ 3120 
965 NCTGVCDCAHGLCQEGLQGD 984 



3121 CGGAAGCTGTGTCTGTAACGTGGGCTGGCAGGGCCTCCGCTGTGAC^ 3180 
985 GS£V££Ji£SWQfiIiS£DQKITS 1004 



3181 CCCTCAGTGCCCTAGGAAGTGCGACCCCAATGCCAACTGCGTGCAGGACTCGGCC 3240 
1005 PQCPRKCDPNANCVQDSAGA 1024 



3241 CTCCACCTGCGCCTGTGCTGCGGGATACTCCGGCAATGGCATCTTCTO 3300 
1025 ST£ACA^fiX^fiHGlF£SEVD 1044- 



3301 CCCCTGCGCCCACGGCCATGGGGGCTGCTCCCCTCATGCCAACTGTACCAAGC^^ 3360 
1045 PCAHGHGGCSPHANCTKVAP 1064 



Figure IE 

3361 TGGGCAGCGGACATGCACCTGCCAGGATGGCTACAT^^ 3420 
1065 G QRT£31CQDfiYMfiSQELCQE 1084 



3421 AATTAACAGCTGTCTCATCCACCACGGGGGCTGCCJ\CATTCACGCCGAGTGC^ 3480 
1085 INSCLIHHGGCHIHAECIP^ 1104 



3481 TGGCCCCOAGCAGGTCTCCTGCAGCTGCCGTGAGGGTTACAGCGGC^^ 3540 
1105 G — PQQVS£i[£ R^QX^QQQLRX 1124 



3541 CTGCX3AGCTCCTGGACCCCTGCTCTAAGAACAATGGAGGATGCAGCCC^ 3600 
1125 £ELLDPCSKNNGGCSPYATC 1144 



3601 CAAAAGCACy^GGGGATGGCCAGAGGACATGTACCTGCGACAC^^ 3660 
1145 KSTGDGQRTCTCDTAHTVGD 1164 



3661 CGGCCTCACCTGCCGTGCCCGAGTCGGCCTGGAGCTCCTGAGGGATAAGCATGCCTCATT 3720 
1165 GLTCRARVGLELLRDKHASF 1184 



3721 CTTCAGCCTCCGCCTCCTGGAATATAAGGAGCTCAAGGGCGATGG^ 3780 
1185 FSLRLLEYKELKGDGPFTIF 1204 



3781 CGTGCCGCACGCAGATCTAATGAGCAACCTGTCGCAGGATGAGCTGGCCCG^ 3840 
1205 VPHADIiMSNLSQDELARIRA 1224 



3841 GCATCGCCAGCTGGTGTTTCX3CTACCACGTGGTTGGCTGTCGGCG^ 3900 
1225 HRQLVFRYHVVGCRRLRSED 1244 



3901 CCTGCTGGAGCAGGGGTACGCCA^CGGCCCTCTCAGGGCACCCT^CTO 3960 
1245 LLEQGYATALSGH PLRFSER 1264 



3961 GGAGGGCAGCATATACCTCAATGACTTCGCGCGCGTGGTGAGCAGCGACCAT^ 4020 
1265 E GSIYlrNDFARVVSSDHEAV 1284 



4021 GAACGGCATCCTGCACTTCATTGACCGTGTCCTGCTGCCCCCCGA^^ 4080 
1285 NGILHFIDRVLLPPEALHWB 1304 



4081 GCCTGATGATGC^CCATCCCGAGGAGAAATGTCACCGCCGCCGCCCAGGGCTTCGGTTA 4140 
1305 PDDAPIPRRNVTAAAQGFGY 1324 



4141 CAAGATCTTCAGCGGCCTCCTGAAGGTGGCCGGCCTCCTGCCCCTGCTTC^ 4200 
1325 KIFSGLLKVAGLLPLLREAS 1344 



Figure IF 



4201 CCATAGGCCCTTCACAATGCTGTGGCCCACAGACGCCGCC^^ 4260 
1345 HRPFTMLWPTDAAF RAL P PD 1364 



4261 TCGk^CAGGCCTGGCTGTACCATGAGGACCACCGTGACA^ 4320 
1365 RQAWL.YHEDHRDKLAAILRG 13B4 



4321 CCACATGATTCGCAATGTCGAGGCCTTGGCATCTGACCTGCCCAA^ 4380 
1385 HMIRNVEALASDLPNLGPLR 1404 



4381 AACCATGCATGGGACCCCCATCTCrrrCTCCTGCAGCCGAACGCGGCCCGGl^ 4440 
1405 ^ — H — H — G — ^ — P — i — 6 — F — S— G SRTRPGELM 1424 



4441 GGTGGGTGAGGATGATGCTCGCATTGTGCAGCGGCACOTGCCCTT^ 4500 
1425 VGEDDARIVQRHLPFEGGLA 1444 



4501 CTATGGCATCGACCAGCTCCTGGAGCCACCTCGCCTT^ 4560 
1445 YGIDQItLEPPGIiGARCDHFE 1464 



4561 GACCCGGCCCCTGCGACTGAACACCTGCAGCATCTGTGGGC1<K3AGCCACCCTO 4620 
1465 TRPLRLNTCSICGLEPPCPE 1484 



4621 GGGGTCACAGGAGCAGGGC2^CCCTGAGGCCTGCTGGCGCa^ 4680 
1485 GSQEQGSPEACWRFYPKFWT 1504 



4681 GTCCCCTCCGCTGCACTCTTTOGGATTACGCAGCGTCTGGGTCCACCCCAGCC 4740 
1505 SPPIiHSIiGLRSVWVHPSLWG 1524 



4741 TAGGCCCCAAfiGCCTGGGCAGGGGCTGCCACCGCAATTGTGTCACCACCACCT^ 4800 
1525 RPQGLGRGCHRNCVTTTWKP 1544 



4801 CAGCTGCTGCCCTGGTCACTATGGCAGTOAGTGCCAAGCTTGCCC^ 4860 
1545 SCCPGHYGSECQACPGGPSS 1564 



4861 CCCTTGTAGTGACCGTGGCGTCTXSCATGGACGGCATGA 4920 
1565 PCSDRGVCMDGMSGSGQCIiC 1584 



4921 CCGTTGAGGTTTTGCTGGGACAGCCTGOGAACTCTGTGCTCCn^^^ 4980 
1585 ^^.Q£^QTAC£lt£APGA-FGFn 1604 



4981 TTGTCAAGCCTGCCGCTGCACTGTGCATGGCCGCTGTGATGAGG^ 5040 
1605 CQACRCTVHGRCDEGLGGSG 1624 



Figure IG 



5041 CTCCTGCTaxnOTGATGAAGGCTGGACnHSGGCC^ 5100 

1625 S£FCnEQW21fi£S£:EVQLELQ 1644 

5101 GC(n<5TGTGTACCCCACCCTGTGCACCCGAGGCTGTGTGCCGTGC^ 5160 

1645 PVCTPPCAPEAVCRAGNSCE 1664 



5161 GTGCAGCCTGGGCTATGAAGCXSGATGGCCGTGTGTGTACAGTGGC^ 5220' 
1665 £SLaX£lSDfiB>/£TVADLCQD 1684 



5221 CGGGCATGGTGGCTGCAGTOAGCACGCCAACTGTAGCCAGGTAG 5280 
1685 GHGGCSEHANCSQVGTMVTC 1704 



5281 TACCTGCCKXrCCGACTACGAGGGTGATGGCTGGAGCTGCCC^ 5340 
1705 TCLPDYEGDGWSCRARNPCT 1724 



5341 AGATGGCCACCGCGGGGGCTGCAGCGAGCACGCCAACTGCTTGAG^^ 5400 
1725 DGHRGGCSEHANCLSTGLNT 1744 



5401 ACGGCGCTGTGAGTGCCACGCAGGCTACGTAGGCGATGGACnGCAGTGTC 5460 
1745 RR£E£IiASXi^GSSIiQCLEE S 1764 



5461 GGAACCACCTGTGGACCGCTGCTTGGGCCAGCCACCGCCCI^ 5520 
1765 EPPVDRCLGQPPPCHSDAMC 1784 



5521 CACTGACCOXSC ACTTCCAGGAGAAACXX3GCTGGCGTTTTCCACCTC 5580- 

1785 T D L H F Q EKRAGVFHLQATSG 1804 

******** *************** ★ 

5581 CCCTTATGGTCTGAACTTTTCGGAGGCTGAGGCGGCATGCGAAGCACAC^ 5640 

^805 PYGLNFSEAEAACEAQGAVL 1824 

************************************************************ 

5641 TGCTTCATTCCCTCAGCTCTCTGCTGCCCAGCAGCTGGGCrrcC^ 5700 

1825 ASFPQLSAAQQLGFHLCLMG 1844 

****************************************************** 

5701 CTGGCTGGCCAATGGCTCCACTGCCCACCCTGTGGTTTTC 5760 

1845 WLANGSTAHPVVFPVADCGlSf 1864 



5761 TGGTCGGGTGGGCATAGTCAGCCTGGGTGCCCGGiUlG^ 5820 
1865 GRVGIVSLGARKMLSER W D A 1884 



Figure IH 



5821 CTACTGCTTCCGTGTCCAAGATGTGC^CrGCCGAT^ 5880 
yCFRVQDVAC EC^UQE^QUQ. 1904 



5881 GATCAGCACGTGCAATGGGAAGCTGCTGGATGTGCTGGC^ 5940 
1905 XS2CNGKLLDVLAATANFST 1924 



5941 CTTCTATGGGATGCTATTGGGCTATGCCAATGCCACCCA 6000 
1925 FYGM L LGYANATQRGLDFLD 1944 



6001 CTTCCTGGATGATGAGCTCACGTATAAGACACTCTTCGTCCCTGT 60 60 

1945 FLDDELT YKTLFVPVNEGFV 1964 

6061 GGACAACATGACGCTOAGTGGCCCAAACTTGGAGCTGCATGCCT^ 6120 

1965 DNMTLSGPKLELHASNATLL 1984 

6121 AAGTGCCAACGCCAGCCAGGGGAAGTTGCTTCCGGCCCACT^ 6180' 

1985 SANASQGKLLPAHSGLSLI I 2004 

6181 CAGTGACGCAGGCCCTGACAACAGTTCCTGGGCCCCTGTGGCCCC^^ 6240 

2005 SDAGPDNSSWAPVAPGTVVV 2024 

6241 TAGCCGTATCATTGTGTGGGACATCATGGCCOTCAATGG^ 6300 

2025 SRI IVWDIMAFNGIIHALAS 2044 

6301 CCCCCTCCTGGCACCCCCACAGCCCCMGCAGTGCTGGCGCl^^ 63 60 

2045 PLLAPPQPQAVLAXEAPPVA 2064 

6361 GGCAGGCGTGGGGGCTGTGCTTGCCGCTGGAGCACTGCTl^ 6420 

2065 AGVGAVLAAGALLGLVAGAL 2084 

6421 CTACCTCCGTGCCCGAGGCAAGCCCATGGGCTTTGGCTTCTCTGCCTTCC^^ 6480 

2085 YLRARGKPMGFGFSAFQAED 2104 

6481 TGATGCOGATGACGA^OTCTCACCGTGGCAAGAAGGGACCAACCCCAC^ 6540- 

2105 DADDXFSPWQEGTNPTLVXV 2124 

6541 CCCCAACCCTGTCTTTGGCAGCGACACCTTTTGT^^ 6600 

2125 PNPVFGSDTFCEPFDDSLLE 2144 

6601 GGAGGACTTCCCTGACACCCAGAGGATCCTCACT^ 6660 

2145 EDFPDTQRILTVK* 2158 



6661 GCAGAAGCATGCACAGGGA£3C3AGACCAOTT>TTATTGCTTG^^ 6720 
6721 G£X3NCIX3J«3GGCCT<3TCCCAGACAATANNNGTNCCCTCGJ^ 6761 
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Figure 2A 



1 GAGCACGCCAACTGTAGCCJUK3TAGGAftCAATC^ 60 
1 MVTCTCLPDYIO 



61 GAi3GGa^3ATGGCTGGAGCaXX:CGGGCrCGCAACCCCaX3^^ 12 0 

IIEGDGWSCRARNPCTDGHRGG 30 



121 TGCAGCGAGCACGCCy^CTGCTTGAGCACCGGCCTGAAC^ 180 
31CSEHANCLSTG LNTRRCECH 50 



181 GCAGGCTACGTAGGCGATGGACTGC^ySTGTCTGGAGGAGTCGGAA^ 240 
51AGYVGDGL,QCLEESEPPVDR 70 



241 OGCTTGGGCCAGCCACCGCCCTGCCACTCAGATGCCATC^^ 300 
71CLGQPPPCHSDAMCTDLHFQ 90 



301 GAGAAACGGGCTGGCGTTTTccACCTCCAGGCCACCAGCGGCCCTTA 360 

91 EKRAGVFHLQATSGPYGLNF 110 

361 TCGGAGGCTGAGGCGGCATGCGAAGCACAGGGAGCCGTCCTTC 420 

111 SEAEAACEAQGAVLAS FPQL 130 

**************************************************** 

421 TCTGCTGCCCAGCAGCTGGGCTTCCACCTGTCCCTCA^^ 480 

131 SAAQQLGFHLCLMQWLANGS 150 

************************************ 

481 ACTGCCCACCCTGTGGTTTTCCCTGTGGCGGACTGTGGCAATGGTCGGGT^^ 540 

iSl T A HPVVFPVAPCG N G R V G I V 170 



541 AGCCTGGGTGCCCGCAAGAACCTCTCAGAACGCTGGGATGCCTAC^ 600 
171 SLGARKNLSERWDAYCFRVQ 190 



601 GATGOXSGCCTGCCGATGCCGAAATGGCTTCGTGGGTGACGGGATCAGCA 660 

D V A £ aassiSEiifiesxsxcNG 210 



661 AAGCTGCTGGATGTGCTGGCTGCCACTGCCAACTTCTCC^ 720 
211 KLIiDVLAATANFSTFYGMLL 230 



721 GGCTATGCCAATGCCACCCAGCGGGGTCTCGACTTCCTGGACTTCCTGGAT^ 780 
231 GYANATQR GLDFLDFLDDEL 250 



781 ACGTATAAGACACTCTTCGTCCCTGTCAATGAAGGCTITCTGGACAACATGA 840 



251 TYKTLFVPVNEGFVDNMTLS 



Figure 2B 



841 GGCCCAAACTTGGAGCTGCATGCCTCCAA.CGCCi^CCTCCTi^ 

271 GPNLELHASNATLLSANASQ 



901 GGGAAGTTGCTTCCGGCCCACTCAGGCCTCAGCCTCATC^ 

291 GKLLPAHSGLSLillSDAGPD 



961 AACAGTTCCTGGGCCCCTGTGGCCCCAGGGACAGTTGTGGTTAGCCG^ 

311 NSSWAPVAPGTVVVSRIIVW 



1021 GACATC ATGGCCTTCAATGGCATCATCCATGCTCT^^ 
331 DIMAFNGI IHALASPLLAPP 



1081 CAGCCCCAGGCAGTGCTGGCGCmHSAAGCCCCACCTGTGGCGGCA^ 
351 QPQAVLAXEAPPVAAGVGAV 



1141 CmX3CCGCTGGAGCACTGCTTGGCTTGGTGGCCGGA^ 
371 LAAGALLGLVAGALYLRARG 



1201 AAGCCCATGGGCTTTGGCTTCTCI<X:CT^ 
391 KPMGFGFSAFQAEDDADDXF 



1261 TCACCGTGGCAAGAAGGGACCAACCCCAC3m?GGTK^^ 
411 SPWQEGTNPTLVXVPNPVFG 



1321 AGCGACACCTTTTGTGAACCCTTCGATGACTCACTGCTGGA^ 
431 SDTFCEPFDDSLLEEDFPDT 



1381 CAGAGGATCCTCACAGTCAiU3TGACGAGGCaX3GGGCTGAAAGCAGAA^ 
451 QRILTVK* 



1441 GG AGACCAmOTTATTGCTTGTCTGGGTGGATGGGGO^^ 



1501 AGACAATANNNGTNCCCTCGAG 1522 



Figure 3A 



1 GCCCACGTOTCCGACCGGGACAGCTCGCGGCCCCCNAGAGCTCTi^ 60 



61 CCTGGGGACGTTTGCCCTGGGGCCCCAGCCTGGCCCGGGTCACCC^^ 120 
1 Ml 



121 GGCCTGTTGCTCCTGGTCCCATTGCTCCTGCTGCCCGGCTCCTACG^ 180 . 

2GLLLLVPLLLLPGSYGLPFY 21 



181 TACGGCTTCTACTACTCCAACAGCGCCAACGACCAGAACCTi^CAACG^ 240 
22YGFYySNSANDQNLGNGHGK 41 



241 GACCTACNTAATGGAGTGAAGCTGGTGGTGGAGACAC^ 300 
42DLXNGVKLVVETPEETLFTY 61 



301 CAAGGGGCCAGTOTGATCCTGCCCTGCa3CTACCGCTACGAfiCCGGCCCl^ 360 
62QGASVXLPCRYRYEPALVS,P 81 



361 CGGCGTGTGCGTGTCAAATGGTGGAAGCTGTCGGAGAACGGGGCCCCAGJ^AAGGACGTG 42 0 
B2RRVR VKWWKIfSENGA P E K D V 101 



421 CTGGTGGCCATCGGGCTGAGGCACCGCTCCTTTGGGGACTACC^^^ 480 
102 L.VAlG IiRHRSFGDYQGRVHL, 121 



481 CGGCAGGACAAAGAGCATGACGTCTCGNTGGAGATCCAGGNTCTGC 540 
122 RQDKEHDVSXEIQXLRLEDY 141 



541 GGGCGTTACCGCTGTGAGGTCATOGACGGGCTGGAGGATGAAAGCGGTC^^ 600 
142 GRYRCEVXD G L> E D E S G L V E L 161 



601 GAGCTGCGGGGTGTGGTCTTTCCTTACCAGTCCCCCAACGGGCGCT 660 

162 £ L R G V V F PYQSPNGRYQFNF 181 

661 CACGAGGGCCAGCAGGTCTGTGCAGAGCAGGCTGCGGTGGTGGCCTCCT^^ 720 

182 HEGQQVCAEQAAVVASFEQL 201 

721 TTCCGGGCCTGGGAGGAGGGCCTGGACTGGTGCAACGCGGGCTG^ 780 

202 F R A WEE G LDWCNAGWLQPAT 221 

781 GTGCAGTACCCCATCATGTTGCCCCGGCAGCCCTGCGGTGGCCCGGACC^ 840 

222 VQYPIMLPRQPCGGPDLAP G 241 



4 • 



Figure 3B 



841 GTGCGAAGCTACX3GCCCCCGCC^CGCCGCCTGCACCX5CT 900 
242 VRSYGPRHRRLHRYDVFCFA 261 



901 ACTGCCCTCARGGGGCGGGTGTACTACCTGGANCACCCTG^ 960 
TALXGRVYYLXHPSXIiTLTX 281 



961 GCAAGGQAAGCCTGCCAAGAAAAAT 985 



Figure 4A 



1 GGAATCACM'GCACAGTTGTGGATTTyTGCAA^ 60 



6 1 GCCAGATGCTCCCAGAAGGGCACGAJ^TCTCCTGCAGCT^ 120 



121 GACGGGCACMCTGCJVCAGAGATAGACCCCTGTGCA^^ 180 



181 GAGCACGCCACCTGTAAGATGACAGGCCCGGGCAAGCACAAGTGa^^ 240 
1 MTGPGKHKCECKSH 14 



241 TATGTCGGAGATGGGCTGAACTGTGAGCCGGAGCAGCTGCCCATTGACCG^ 300 
ISYVGDGLNCEPEQLPIDRCIiQ 34 



301 GACAATGGGCAGTGCCATGCAGACGCCAAATGTGTCGACCTCCACT^ 360 
35DNGQCHADAKCVDLHFQDTT 54 



361 GTTGGGGTGTTCCATCTACGCICCCCACTGGGCCAGTATAAGCTGACCTTTGAC^^ 420 
55VGVFHLrRSPLGQYKL,TFDKA 74 



421 AGAGAGGCCTGTGCCAACGAAGCTGCGACCATGGCAACCTACAACCAGCTC 480 
75REACANEAATMATYNQLSYX 94 



481 CAGAAGGCCAAGTACCACCTGTGCTCAGCAGGCTGGCTGGi^ 540 
95QKAKYHLCSAGWIiETGRVAY 114 



54 1 CCCACAGCCTTCGCCTCCCAGAACTGTGGCTCTGGTGTGGTTGGGATAGTGGACTAT^ 600 
115 P T A F A S QMCGSGVVGIVDYG 134 



601 CCTAGACCCAACAAGAGTCAAATGTGGGATGTCOT'CTGCTATCGGATGAAAGATO 660 
135 P R P MKSEMWDVFCYRMKDVN 154 



661 TGCACCTNCAAGGTGGGCTATGTGGGAGATGGCTTCTCATaCA^ 720 
155 CTXKVGYVGDGFSYSGNLLQ 174 



721 GTCCTGATGTCCTTCCCCTCACTCACAAACrrCCTGACGGAAGTGCTGGcCTATTCCAaC 780 
175 V LMSFPSLTNFLTEVL.AYSN 194 



781 AGcTCAGcTCGAGGCCGtGCATTTCTAGAACACCTGACTGACCTGTCCATCCGcGGCACC 840 
195 SS ARGRAFLEHLTDIiSIRGT 214 



Figure 4B 



841 CTCTtTGTOcCACAGAACAjCST^ 9qq 
215L^FVPQNSGLGENETLSGRDI 234 



901 GAGCACCACCTCGCCAATGTC^^cATGTTTtTCTACAATGA 960 

235 EHHLANVSMFFYNDLVNGTT 254 

961 CTGCAAACGAGGcTGGGAAGCAAgCTGCTCATCACTGaCAGaa^ 1020 

255 LQTRLGSKLLITDRQDPLHP 274 



1021 AcGGAGACCAGGTgTCTTGATGGAAGAgaCAcTCTGgAGtGGGACATCT 1080 
275 .TETRCVDGRDTLEWDICASN 294 



1081 GGga tCACaCATCTCATtTCCAGGyCTTTAAaAGCACCCCCTgCCCCCG tGAc^ t tGNCC 1140 
295 GITHVISRXLKAPPAPVTL,X 314 



1141 CACACTGgOTtGGGAg^OAGGGATCTTCT^P^GNCATCATCCT^ 1200 
315 HTGLGXGIFXXIILVTGAVA 334 



1201 TTGGCTGCTTACTCCTACTTTCGGATAAACCGGAAAACAATCGGC^^ 1259 
335 LAAYSYFRINRKTIGFXHF 353 



Figure 5A 
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Figure 10 
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Figure 12 
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